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1. The C-terminus of one of the TsaB copies in the asymmetric unit: amino acids 194-205 that were missing in the 6FPE structure could be constructed into the density. 2. Modeling of a nucleotide bound at the active site of TsaD. We initially cautiously interpreted the residual electron density by glycerol and PEG moieties present in the crystal freezing liquor. The new maps clearly showed that a nucleotide was bound at this location ( Figure 1 ). We could easily fit the density by AMPCPP, present as a ligand in the crystallization solution.
The new structure does not alter the primary conclusions of our manuscript:
• The C-terminal part of the active site of TmTsaD remains well-structured and is still capable of binding a nucleotide in the context of the ternary TmTsaBDE complex. • The AMPCPP occupies exactly the same position as the carboxy-AMP compound present in the recent structure of TmTsaBDE, reported by Swairjo et al. (1) . We further confirm that in our structure the N-terminal part of the Statistics for the highest-resolution shell are shown in parentheses.
